Although widely distributed in coastal marine ecosystems, the heterotrophic, Gram-negative bacteria, non-motile or motile by gliding, that belong to the phylum Bacteroidetes (previously Cytophaga-Flavobacterium-Bacteroides) have been poorly investigated (Nedashkovskaya et al., 2003) . On the basis of 16S rRNA gene sequence analysis, Nakagawa et al. (2002) demonstrated the considerable heterogeneity of strains previously allocated to the genera Flexibacter, Microscilla and Flexithrix. They proposed that all Flexibacter and Microscilla species except for the type species Flexibacter flexilis and Microscilla marina should be reclassified on the basis of their genomic and phenotypic characteristics. For instance, [Flexibacter] ' have not yet been reclassified and remain incorrectly classified. In the present study, we report the results of a polyphasic taxonomic investigation of the novel strain MRN461
T isolated from a marine sponge. The isolate represents a novel genus in the family 'Flexibacteraceae' together with '[Microscilla] furvescens' (Lewin, 1969; Lewin & Lounsbery, 1969) .
Strain MRN461
T was isolated from an unidentified marine sponge inhabiting the coast of the tropical Weno Island, Chuuk State, Federated States of Micronesia. A small piece of sponge was homogenized, diluted with sterile seawater and spread on marine agar 2216 (MA; Difco). Inoculated plates were cultivated at 25 u C for 2 days and morphologically distinct colonies were purified. Strain MRN461 T and ' [Microscilla] furvescens' LMG 13023 were cultivated at 25 u C on MA for biochemical and physiological characterization and stored at 280 u C in marine broth (MB; Difco) supplemented with 20 % (v/v) glycerol (Bae et al., 2007) .
The 16S rRNA gene was amplified by direct PCR and sequenced using an ABI 3100 automatic DNA sequencer according to the manufacturer's instructions. Comparison of the 16S rRNA gene sequence with sequences retrieved from GenBank and phylogenetic analyses were conducted according to the procedure described by Kwon et al. (2005) . The 16S rRNA gene sequence of the isolate was a continuous stretch of 1495 bp, and a total of 1321 unambiguously aligned positions were compared with closely related sequences. Strain MRN461
T showed 95.6 % 16S rRNA gene sequence similarity with '[Microscilla] furvescens' IFO (now NBRC) 15994 (5LMG 13023), 90.0-91.5 % with members of the genera Fabibacter and Roseivirga and ,90 % sequence similarity with all other related taxa. The neighbour-joining phylogenetic tree confirmed that strain MRN461 T and '[Microscilla] furvescens' IFO 15994 occupy a distinct phyletic line, but the relationship with other species was not supported by bootstrap analysis (Fig. 1) . The maximum-likelihood tree showed essentially the same topology (data not shown). Consequently, strains MRN461 T and '[Microscilla] furvescens' IFO 15994 represent two different species in a novel genus.
As determined by HPLC using a Symmetry reversed-phase C 18 column (Stackebrandt & Liesack, 1993) , the DNA G+C content of strain MRN461
T was 41.5 mol%, a value in line with that reported for ' [Microscilla] furvescens' LMG 13023 (44 mol%; Lewin, 1969 (Sasser, 1990) according to the manufacturer's instructions using cells grown on MA for 3 days at 25 u C. The major fatty acids of strain MRN461
T were summed feature 3 (comprising iso-C 15 : 0 2-OH and/or C 16 : 1 v7c; 34.8 %), C 16 : 1 v5c (21.6 %) and iso-C 15 : 0 (19.8 %) and those of '[Microscilla] furvescens' LMG 13023 were C 16 : 1 v5c (28.5 %), summed feature 3 (22.2 %) and iso-C 15 : 1 G (8.5 %) ( Table 1 ). The fatty acid profiles of the two strains were similar but differed in the respective proportions of iso-C 15 : 0 and iso-C 15 : 1 G. The proportions of C 16 : 1 v5c and summed feature 3 in the two strains distinguished them from members of related genera. In accordance with the other members of the family 'Flexibacteraceae', the major respiratory quinone of both strains was MK-7, as determined by HPLC analysis according to the method of Collins (1985) .
Unless otherwise stated, the phenotypic characterization of strain MRN461
T and '[Microscilla] furvescens' LMG 13023 was conducted according to previously described methods (Bae et al., 2005; Lee et al., 2008; Sohn et al., 2004) Smibert & Krieg (1994) . Bacterial suspensions used to inoculate the API 20E and API 20NE (bioMérieux) and Microlog GN2 (Biolog) systems were prepared in a 2.5 % sea salt solution. The physiological, biochemical and morphological characteristics of strain MRN461 T and '[Microscilla] furvescens' LMG 13023 are given below in the genus and species descriptions, in Table 2 and in Supplementary Table S1 (available in IJSEM Online).
T and '[Microscilla] furvescens' LMG 13023 shared many characteristics with members of closely related genera within the family 'Flexibacteraceae' such as the presence of MK-7 as the major respiratory quinone, the presence of oxidase and catalase activities and the absence of flexirubin-type pigments. However, the results of the phylogenetic analysis and the level of 16S rRNA gene sequence similarity as well as differences in cell morpho- logy and in degradation ability for some high-molecularmass compounds distinguished the two strains from other members of the family 'Flexibacteraceae' and suggested that they represent two different species in a novel genus (Fig. 1 , Table 2 and Supplementary Table S1 Cells are aerobic, Gram-negative, flexible thread-like rods and motile by gliding. The cell mass is orange-or apricotcoloured. Mesophilic. Oxidase and catalase activities are present. The dominant respiratory quinone is MK-7 and the dominant fatty acids are C 16 : 1 v5c and summed feature 3 (comprising iso-C 15 : 0 2-OH and/or C 16 : 1 v7c). The DNA G+C content is 41-44 mol%. As determined by 16S rRNA gene sequence analysis, the genus is a member of the family 'Flexibacteraceae' in the order 'Sphingobacteriales'. The type species is Marinoscillum pacificum.
Description of Marinoscillum pacificum sp. nov.
Marinoscillum pacificum (pa.ci9fi.cum. L. neut. adj. pacificum pacific, used to refer to the Pacific Ocean).
In addition to the description of the genus, the following properties are displayed. Cells are usually 0.2-0.5 mm in diameter and 10 to .100 mm in length. Cells form apricotcoloured colonies on MA. Growth occurs at 15-40 u C (optimum, 33 u C), at pH 5-9.5 (optimum, pH 7.5) and in the presence of 0.5-7.0 % (w/v) sea salts (optimum, 2.5 %). Nitrate is not reduced to nitrite. Agar, starch and urea are not hydrolysed. H 2 S is not produced. Requires Na + and Mg 2+ ions for growth. In the API 20E and 20NE systems, b-glucosidase and tryptophan deaminase activities are present, but protease (gelatin hydrolysis) and urease activities are absent. Acid is not produced from glucose. In the Microlog GN2 microplate, a-cyclodextrin, dextrin, L-arabinose, D-fructose, lactulose, maltose, D-galactose, Dmannose, melibiose, methyl b-D-glucoside, sucrose, glucuronamide, L-alanine, L-alanyl glycine, glucose 1-phosphate, cis-aconitic acid, citric acid, a-ketobutyric acid, aketoglutaric acid, DL-lactic ' Lewin 1969. In addition to the descriptions of the genus and of ' [Microscilla] furvescens' (Lewin, 1969) , the following properties are displayed. Cells are usually 0.2-0.5 mm in diameter and 10 to .100 mm in length. Cells form orangecoloured colonies on MA. Growth occurs at 15-45 u C (optimum, 33.5 u C), at pH 6.5-9 (optimum, pH 7-7.5) and in the presence of 0.5-12 % (w/v) sea salts (optimum, 2.5 %). Nitrate is not reduced to nitrite. Agar, starch and urea are not hydrolysed. H 2 S is not produced. Requires Na + and either Mg 2+ or Ca 2+ ions for growth. In the API 20E and 20NE systems, b-glucosidase and protease (gelatin hydrolysis) activities are present, but urease activity is absent. Indole is not produced. Acid is not produced from glucose. In the Microlog GN2 microplate, a-cyclodextrin, dextrin, L-arabinose, D-fructose, lactulose, maltose, Dgalactose, D-mannose, melibiose, methyl b-D-glucoside, sucrose, glucuronamide, L-alanine, L-alanyl glycine, glucose 1-phosphate, cis-aconitic acid, citric acid, a-ketobutyric acid, a-ketoglutaric acid, DL-lactic acid, succinic acid, succinamic acid, L-glutamic acid, glycyl L-glutamic acid, L-pyroglutamic acid, N-acetyl-D-glucosamine, erythritol, myo-inositol, D-psicose, methyl pyruvate, L-serine, alaninamide, L-asparagine, L-threonine, inosine, DL-a-glycerol phosphate, acetic acid, D-gluconic acid, b-hydroxybutyric acid, propionic acid, p-hydroxyphenylacetic acid, a-ketovaleric acid and D-saccharic acid are utilized. The other substrates in the Microlog GN2 microplate are not utilized. The dominant fatty acids are C 16 : 1 v5c, summed feature 3 (comprising iso-C 15 : 0 2-OH and/or C 16 : 1 v7c), iso-C 17 : 0 3-OH and iso-C 15 : 1 . The full fatty acid composition is given in Table 1 . The DNA G+C content of the type strain is 44 mol%. ; 4, genus Roseivirga (three species). Data were taken from this study, Lewin (1969) , Lau et al. (2006) , Nedashkovskaya et al. (2003 Nedashkovskaya et al. ( , 2005a Nedashkovskaya et al. ( , b, 2008 and Yoon et al. (2005) . +, Positive reaction; 2, negative reaction; V, variable; (+), weakly positive; All taxa are positive for oxidase and catalase activities and possess MK-7 as the major respiratory quinone. All taxa are negative for H 2 S production, nitrate reduction, degradation of agar, cellulose, chitin and urea and production of flexirubin-type pigments. 
